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. Purity and helicase activity of tagged proteins used in this study. (A) Purified tagged proteins used in this study. Each of the helicases was purified using an N-terminal biotin tag, and the RNAP is his-tagged on the β subunit. (B) Helicase assays were performed for 2 minutes with the protein indicated (50 nM) using a 3'-tailed partial duplex DNA substrate (1 nM) as described in the main methods section. Asterisks indicate native (non-biotinylated) proteins. Figure 1A . (A) Graph shows lane intensity versus migration for the markers (MW indicated), the mock pulldown control experiment and the pulldown. The positions of the PcrA bait and the positions of the three additional novel bands thought to be the β, β' and α subunits of RNAP are shown. (B) The migration position of the peaks for the markers (black) and putative RNAP subunits (coloured) are plotted against their molecular weights. The positions of the three unknown bands are consistent with the molecular weights of the RNAP subunits. Figure S3 . Pulldown experiments were performed as described in the main methods section using biotinylated helicases as bait (indicated) and a Geobacillus sp. cell extract. Proteins retained on streptavidin magnetic beads were compared against a mock control experiment in which the beads were not baited using SDS-PAGE. The samples were analysed by western blot for the presence of the β subunit of RNAP using an antibody against E. coli RpoB that cross reacts with Bacillus RNAP (lower panel). The positive control lane contains purified RNA polymerase. Mass spectroscopy analysis of proteins enriched from Bacillus subtilis cell extracts by pull down with BsuPcrA. A confidence score is given for the identification of each protein listed in the table below in both the experimental and mock control pull down lanes of the gel. The proteins are listed in order of the confidence score for the experimental lane. The confidence score for the experimental lane divided by that for the control is taken as a measure of the relative abundance of the protein in the pull down compared to the control. The main section of the paper reports the eight most confident protein identification hits in the experiment which also satisfy the requirement of being at least five-fold enriched in the experiment versus the control. The table below shows the entire dataset of proteins identified in either or both the experiment and the control (see also Supplementary Methods section). Raw data sets are available from the author upon request. 
